Supplemental Fig. 1. Recombination and mutation analysis. (A) Average rho (recombination) rate per site for each HAdV-D gene. (B) Average theta (mutation) rate per site for each HAdV-D gene. (C) Average rho rate per site for each HAdV-B gene. (D) Average theta rate per site for each HAdV-B gene. Supplemental Fig. 2. HAdV-B Evolution. (A) Amino acid diversity calculated in MEGA 4.02, measuring the average amino acid substitution for each HAdV-B protein. Each bar in the graph corresponds to a protein as represented by arrows. Red = early. Light green is hypervariable region of hexon. Dark green=late genes. Black= intermediate genes. (B) Analysis of synonymous and non-synonymous mutations across the HAdV-B genome calculated using MEGA software. Synonymous (D s ) and non-synonymous (D n ) changes are represented in black and red lines, respectively. Green bars represent the ratio (D n /D s ) for each gene. (C) Analysis of the rho (recombination) and theta (mutation) ratio as determined by RDP3 software for each gene in the HAdV-B genome.
Proteotyping assignments. Neighbor-joining phylogenetic trees are shown on the left for each protein. The amino acid signatures are shown to the right. Each amino acid that was variable from consensus sequence was assigned a color. White regions represent consensus amino acids at each position. (A) HAdV-D CR1-, (B) HAdV-D DNA binding protein, (C) HAdV-D DNA polymerase. 
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